3
patients from intensive care unit (ICU). K. pneumoniae is also related to community-48 associated infections. The most important virulence factors, which allows it to evade the 49 immune response and promote the microorganism's establishment are: adhesines 50 (fimbriae), capsular polysaccharides (serotypes K1 and K2), siderophores and LPS. (1, 2) .
51
Klebsiella pneumoniae is frequently identified as a responsible of nosocomial infections.
52
Worldwide, bacterial resistance is an increasing serious problem, as well as extended Multilocus sequence typing (MLST).
66
K. pneumoniae genetic diversity has been studied previously (4) and it was elucidated that 67 the most dominant ST 
Phylogenetical Relation

182
Phylogenetical analysis was done with 48 isolated strains, following "Neighbor-joining" 183 method, based on BME ("balanced minimum evolution") criteria, which determines the EEBL producer K. pneumoniae is included in "critical priority" (14) . reported, elevating patients' mortality index (15) .
222
Antibiotic resistance was determined in clinical isolated strains using Vitek2®, so 223 classification according to criteria described in this work, could be applied, obtaining a 224 higher MDR strains percentage (16) reported that 80% of a Mexico City hospital isolated 225 strains were MDR, nevertheless, no PDR strain was obtained, whereas in this study, one
226
PDR strain was found. This allows us to visualize the increasing resistance of K. 
241
Index association was done for the present clones in this study, allowing to confirm with 242 eBRUST algorithm that the studied population was clonal type, in other words, the isolated 243 strains are genetically related.
244
"Neighbor-joining" method was used for the construction of a phylogenetical tree and for a 245 better visualization of the phylogeny analysis. The analysis showed two principal clads.
246
The A clad contains 50% of the isolations coming from the 4 mentioned hospitals, of these, 
